The number of plant species with genomic and transcriptomic data has been increasing 8 rapidly. The grasses -Poaceae -have been well represented among species with published 9 reference genomes. However, as a result the genomes of wild grasses are less frequently tar-10 geted by sequencing efforts. Sequence data from wild relatives of crop species in the grasses 11 can aid the study of domestication, gene discovery for breeding and crop improvement, and 12 improve our understanding of the evolution of C4 photosynthesis. Here we used long read 13 sequencing technology to characterize the transcriptomes of three C3 panicoid grass species:
Introduction 28
The pace of plant genome sequencing has accelerated in recent years. However despite decreases in sugar cane (Saccharum spp.), sorghum (Sorghum bicolor ), and foxtail millet (Setaria italica). How-48 ever every domesticated grass in the PACMAD clade with a sequenced genome utilizes one or more 49 variants of the C 4 photosynthetic pathway (Schnable et al., 2009; Garsmeur et al., 2018 in a given target species (Table 3) . Here we were using only single library was constructed per 224 species, rather than multiple libraries constructed using different size fractions, the use of RNA 225 from a single tissue rather than pooled RNA from multiple tissue types, and were conducting com-226 parisons between more distantly related species. However, the total proportion of sorghum genes 227 represented in each transcriptome dataset was not substantially lower than the 14,401 T. dacty-228 loides-maize gene pairs identified in a previous study which implemented all of these best practices 229 (Yan et al., 2019) . This may in part be explained by both sequencing and library preparation 230 improvements between the RSII and Sequel iterations of this sequencing technology.
231
Manual curation was used to access the coverage and quality of sequences retrieved from these 232 three C 3 photosynthesis-utilizing PACMAD species for five genes known to be involved in C 4 Figure S3 : Plot of 10,876 phylogenetic trees. The blue branches represent the most common topology, purple and red branches represent second and third most common topologies, respectively. Figure generated using Densitree.
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